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GAATTCCGGGTGGGTAGGTCGGGCAGGGTAGGACAGGCCT^GM 
GGGACA^CAGATCTCTCTTCCCAOT 

ctSagctggcccaIccLgccaggcaccccaggaccag 

ACTGCCACAGGACC^CAATTGGGAATTTTTCAGGTCCCTACACCTACTGCAACACGACCTTG 

ccIgatcgggacctgctggccacagagcgcacccggagccctagtagagagaccgtgcccc^ 
Stc^Satcaagtacaacacgacccggaatgcctacagagagt.kc^agaac^a 
cctgggcctcSgggtcaactactcacactgcgaacccattttggatgacaagc 

aSggScctcItcaccaccttcattctg 
ccIcgaIgtgcacg^ 

gtggtc^ccaacttcttctggatgtttgtggagggctgctacctgcacacggccattgtcatga 

cgtactccacIgIgcacctgcgcaagt^^^ 
tatcatcatcgcctgggcagttggcaaactctac™ 
gaIgctggtcatSggtggactacatctaccagggccccgtcatg 
™tatt?ctgtttaacatcgtcaggatcctgatgacgaagttacgagcatccaccacgtccg^ 

TACATGCTCTTCTTTGTC AATCCTGGCGAGGACGACC'l'G'ruUL;^ i x ^ , . — ^ A— — - 

Iototttcctgcagtccttccagggtttctttgtgtccgttttctactgcttcttcaatggaga 
cStacIgcStcccctgggtcctccttgctaccc^ 

GGGAGGAGAACGAACACTCCC (SEQ ID NO : 1 ) 



FIGURE 1 



underlined = deleted in targeting construct 

[ ] = sequence flanking Neo insert in targeting construct 

^^^^^^^^^ 

CAACTTCTTCTGGATGTTTGTGGAGGGCT 

CTCCACAGAGCACCTGCGCAAGTGGCTTTTCLlCii^ GCAGTGCTGGTTTGG 
TATCATCATCGCCTGGGCAGTTGGCAAACTCT 

CAfJGGAAGC^ 

C^C^CCGAGAaAATCC™ 
CCTGTTGGGCATCACCTACATGCTCTTCTTTGTCAATCCTG^ 

GATTGTGTTCATCTACTTCAACTCTTTCCTGCACT 

TTTCTACTGCTTCTTCAATGGAGAGGT^^ 

GCAGGACCACCACGluutCv^oui^^------ _ TGTGTGAC CCTCTGTCACCGT 



FIGURE 2A 



Gene Sequence Structure 



441 bp 



Sequence Deleted 



582 bp 



Size of full-length 
cDNA: 1557 bp 




Targeting Vector* (genomic sequence) 

Construct Number: 3050 



Arm Length: 

9: 3.1 kb 
3': 2.5 kb 



5* arm 



LacZ-Neo 
Cassette 



3' arm 



5' probe 



V probe 




Targeting Vector 
Endogenous Locus 



* Not drawn to scale 



5 1 >AGCCCTATGTGTAATTTTCAT 
ATAAATGACTCATATTAGCTTTCA 



GATATGCATTGTGTTT TCAGGTCT 
GGGAGAAC T AAGGAGTGTGG AC C T 
TATCCTGCAGGTACTAGGGAGCCA 
GGGAGGGCTTTTGAGGCGGGAGGG 
CGTCCTGACTCTCAGTGGTTGGCA 
TCTTCTCTAGGGAATGCCTACAGA 
GAGTGCCTGGA<3 1 
(SEQ ID NO: 2) 



5 ■ >GCCGCTTTCCTGCTTTTCCTA 
GTGCTGCGGTGAGTCCACCTCCAC 



. x X \_ x v 



CTCCCAGACATTGTCTCTTCCATT 
CTGGGGCCCCGGGAACAGTAGCCA 
GAAGTGGGTTTAAGTCAGACCCCC 
AGGGC C ATG AC C AC C AGC C TGC C T 
GAAGGGTAGAGAGCAAGCCCAGCT 
GGGACC ACCAG< 3 ' 
(SEQ ID NO: 3) 



FIGURE 2B 



